Methylation and Transcription Factor Silencing pp. 215--220
===========================================================

The transcription factor MyoD is a master regulator of skeletal muscle differentiation. Recently, G9a, an enzyme principally involved in histone H3 lysine 9 dimethylation (H3K9me2), was found to also methylate MyoD. Bharathy and Taneja now review previously unappreciated mechanisms by which chromatin modifiers regulate the transcriptional activity of non-histone substrates to control cellular differentiation programs.

FoxO1 in Embryonic Development pp. 221--225
===========================================

Establishment of the maternal-fetal circulation during embryonic development is a fundamental process required for effective exchange of nutrients, waste products and signaling factors critical to all subsequent stages of fetal growth and development. Ferdous and Hill now revise a previously unrecognized role of the transcription factor FoxO1 in the orchestration of molecular events underlying establishment of maternal-fetal circulatory interaction.

Nuclear Actin Levels as an Important Transcriptional Switch pp. 226--230
========================================================================

Nuclear actin levels have recently been linked to different cellular fates, suggesting that actin could act as a switch between altered transcriptional states. Vartiainen et al. now discuss their latest results on the mechanisms by which nuclear actin levels are regulated and their implications to the functional significance of nuclear actin.

Phosphorylation of RNAP II CTD in Budding and Fission Yeast pp. 231--234
========================================================================

The "CTD code" links the combinatorial potential of the modifications found on the Rpb1 C-terminal domain (CTD) to the growing group of CTD binding effectors. The genetic dissection of serine 2 and serine 7 function within the CTD in both budding and fission yeast reveals distinct in vivo requirement. Cassart et al. discuss the differences in RNAP II CTD phosphorylation between budding and fission yeast.

Regulating the Regulators of Transcription pp. 235--239
=======================================================

The ubiquitin proteasome system plays an important role in transcription. Monoubiquitination of activators is believed to aid their function, while the 26S proteasomal degradation of repressors is believed to restrict their function. Ee and Lehming discuss the role of the ubiquitin proteasome system in the degradation and restriction of activators.

p53 Conformation: Arrest or Death? pp. 240--244
===============================================

Understanding the function tumor suppressor p53, which induces cell cycle arrest or apoptosis, is critical for developing chemotherapeutic strategies. Lane and Goh have generated targeted transgenic reporter mice with which p53 activity at specific promoters was studied. In this issue of *Transcription*, the authors now discuss a model in which p53 protein conformation is key to target gene selection.

c-Rel and CD4 Regulatory T Cell Development pp. 245--249
========================================================

In the thymus, sequential antigen and cytokine receptor signals direct the stepwise differentiation of multi-potential CD4+CD8+ thymic precursors into Foxp3+ CD4 regulatory T cells (Tregs). A Point of View by Gerondakis et al. discusses the authors' recent findings about how the c-Rel transcription factor orchestrates this developmental process.

Myeloid Leukemia Factor: Studies in Fly pp. 250--254
====================================================

Deregulation of human MLF1, the founding member of the Myeloid Leukemia Factor family, has been associated with acute myeloid leukemia. Gobert et al. review recent findings in Drosophila that contributed to the understanding of the biological activity of the Myeloid Leukemia Factor family and suggest that they play an important role in hematopoiesis and leukemia, notably by regulating the stability of RUNX transcription factors, another family of conserved proteins with prominent roles in normal and malignant blood cell development.

A New Visual Tool to Display ChIP-seq Data pp. 255--259
=======================================================

With the widespread use of ChIP-seq methods to localize specific protein binding sites on genomic DNA it became challenging to interpret and understand the tremendous amount of data produced. Brohée and Bontempi now present a new user-friendly bioinformatics tool, called D-peaks, that present several advantages and possibilities compared with the well-known visualization browsers or databases already existing.

On RNAP Translocation States pp. 260--269
=========================================

The way in which RNA polymerase (RNAP) ternary elongation complexes (TECs) move between template translocation positions is not completely understood. Nedialkov et al. used exonuclease III to probe the resting translocation states of various *E. coli* RNAP TECs to gain insight into translocation dynamics, the effects of TEC RNA length, the effects of nucleotide analogs, the effects of tagetitoxin and the effects of some RNAP mutants that restrain or stimulate the translocation ratchet.
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